The genus Micromonas comprises distinct genetic clades that commonly dominate eukaryotic 23 phytoplankton community from polar to tropical waters. This phytoplankter is also recurrently 24 infected by abundant and genetically diverse prasinoviruses. Here we report on the interplay 25 between prasinoviruses and Micromonas with regards to the genetic diversity of this host.
26
During one year, we monitored the abundance of 3 clades of Micromonas and their viruses in 27 the Western English Channel both in the environment, using clade-specific probes and flow Viruses that infect the cosmopolitan green picoalga Micromonas were first reported by 55 (Pienaar, 1976 ) and they were found to co-occur with their hosts in a wide range of marine 56 environments, from temperate to cold waters (e.g., Suttle, 1991, 1995a (Cottrell and Suttle, 1995b) . These viruses 63 display a marked seasonal dynamics (Sahlsten, 1998; Zingone et al., 1999) and they were 64 shown to cause considerable amount of mortality in their host population (Cottrell and Suttle, 65 1995a; Evans et al., 2003) . Micromonas strains show a great variability with respect to their 66 susceptibility to infection, indicating that viruses do not only quantitatively but also 67 4 qualitatively regulate their host populations (Sahlsten, 1998; Zingone et al., 1999 Zingone et al., , 2006 
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The phytoplankton community at SOMLIT-Astan during this period was numerically average, for 7 ± 6% of the total counts with somewhat higher contribution during the winter 123 period (14%) than the remainder of the year (5%).
124
The ecological processes that influence the shifts in the relative abundance of number of PFU were detected depending on the phylotype of the host culture (Fig. 2B ). As 
×10
2 virus mL -1 ) was observed 2 weeks after the peak of host abundance (Figs. 1B and 2B ).
154
The monitoring of PFU-B showed low concentration during the winter-spring period but their clades that they attack (Fig. 3) . The viruses isolated on clade B hosts tended to be the most 211 virulent with short latent period and relatively high progeny production, regardless of their 212 infection range types (i.e. specialist or generalist) whereas the viruses isolated on clade C 213 strains tended to be the least virulent with generally extended latent period (up to 30 h) and 214 moderate to high burst size (Fig. 3) isolates does not correlate to the growth rates of their host (Fig. S3) . , The observed Table S2 ). This sequence is well conserved among Phycodnaviridae, yet there is isolates including B-, C-and AB-specific viruses. The reason for this failure is unclear. We 238 cannot exclude that the sequence targeted by the degenerated primers might be too divergent.
239
It is also possible that these polymerases carry an intein that makes the PCR product too long
240
to amplify easily under the tested conditions (Clerissi et al., 2013) .
The partial polB sequences of the remaining 37 isolates fell into 29 haplotypes (Fig.   242 4 
